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Following publication of the original article \[[@CR1]\], the author reported that an incorrect figure has been published as Fig. [2](#Fig1){ref-type="fig"}. The correct Fig. [2](#Fig1){ref-type="fig"} is shown below. Fig. 2Highly reliable predictions more accurate. The reliability index (RI, x-axis) of *LocNuclei* scaled between 0 (unreliable) and 100 (reliable). It related the prediction strength to the performance. The data for this figure were binned in intervals of 20. Each point reflected the cumulative performance, i.e. we computed accuracy (Q~13~ and Q~2~) and coverage (percentage of proteins for which predictions were made above given RI). **a** For the prediction of 13 nuclear sub-structures, 19% of all proteins were predicted at RI \> 60 (point marked by dotted lines). For this top 19%, accuracy rose from the average Q13 = 62% (indicated by leftmost black point) to 75% (point marked by dotted lines). For our data set, RI \< 20 did not correlate with accuracy. **b** For the prediction of traveler proteins, 29% of all proteins were predicted at RI \> 60 (part B, point marked by dotted lines) with Q2 = 78% (point marked by dotted lines, improving over the average of 72% by six percentage points)

The publisher apologizes to the authors and readers for the inconvenience.
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